Spiny-footed lizards Acanthodactylus consist of approximately 32 ground-dwelling lizards widely distributed across northern Africa and southwestern Asia. Acanthodactylus erythrurus (Schinz, 1838) is the only representative of the genus occurring in continental Europe, being found in the southern and central Iberian Peninsula as well as across Morocco and a large part of northern Algeria. Taxonomically Acanthodactylus is a notoriously difficult group, since most species are morphologically similar and often show intraspecific variability, and A. erythrurus is no exception. Salvador (1982) and Arnold (1983) Our aim was to try to clarify this situation by sequencing parts of the 12S rRNA and 16S rRNA mitochondrial genes. These have already been used in assessing relationships within lacertid lizards (Harris et al., 1998) and within Acanthodactylus (Harris and Arnold, 2000) , and are thus known to be phylogenetically informative. An additional aim was to examine genetic variation across the Strait of Gibraltar to compare with other taxa for which data have already been published. Around 5.5 mya the Atlantic Ocean breached the region and refilled the Mediterranean Sea which had dried up during the Messinian salinity crisis (Hsü et al., 1977) . This re-established a marine barrier between terrestrial fauna, which could then diverge allopatrically. Alternatively, genetic analyses suggest that the opening of the Straits was not the cause of divergence in Podarcis lizards, but instead two transmarine dispersals across the Straits were involved (Harris et al., 2002) . We therefore also intended to assess how often Acanthodactylus had crossed the Straits, and by using rough molecular clocks to assess if fragmentation between Iberian and north African forms could be associated with the opening of the Straits.
Material and Methods. Specimens examined and localities are shown in table 1 and figure 1. We analysed two individuals of A. boskianus Daudin, 1802 and A. bedriagae Lataste, 1881 as outgroup material and two A. blanci Domergue, 1901 that are thought to be closely related to A. erythrurus (Arnold, 1983) . Specimens collected in the field were identified to the subspecific level following Bons and Geniez (1996) . Some voucher specimens were taken, but in most cases individuals were released after tail tips were taken. Digital photographs were taken of all individuals. Total genomic DNA was extracted from small pieces of tail using standard methods, following Harris et al. (1998) . Polymerase Chain Reaction primers used in both amplification and sequencing were 12Sa and 12Sb and 16SL and 16SH from Kocher et al. (1989) . Amplification conditions were the same as described by Harris et al. (1998) . Amplified fragments were sequenced on a 310 Applied Biosystem DNA Sequencing Apparatus.
Sequence analysis. Sequences were aligned using Clustal W (Thompson et al., 1994) and adjusted by eye. Two previously published A. e. belli (Fu, 2000; Harris and Arnold, 2000) were included in the analysis. Single individuals of A. bedriagae, A. maculatus and A. boskianus (Harris and Arnold, 2000) were also included. Aligned
